To further investigate the distribution of our samples, we used the normalized counts to perform principal component analysis. Differently from the hierarchical clustering, this analysis was able to clearly distinct the two groups that correspond to the non-smokers and smokers samples (Figure 3 ). After applying our differential expression filters, FDR < 0.01 and logFC > 2 or logFC < -2, we found 135 differentially expressed miRNA (Figure 4 ). Most miRNAs, 69 miRNAs, are up-regulated in non-smokers samples, while 66 miRNAs are down-regulated ( Figure 5 ). Table 1 shows cpm, logFC, and FDR for each miRNA. 
